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Endotoxin structure 
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Fig. 4 
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Fig. 7A 



T2pl2 MSNNTYQHVSNESRYVKFDPTDTNFPPEITDVQAAIAAISPAGVNGVPDASSTTKGILFL 

K3pl2 MSNNTYQHVSNESRYVKFDPTDTNFPPEITDVQAAIAAISPAGVNGVPDASSTTKGILFL 

T4pl2 MSbmTYQHVSNESRYVKFDPTDTNFPPEITDVHAAIAAISPAGVNGVPDASSTTKGILFI 

RB32 -3 3pl2 MSNNTYQHVSNESKWKFDPVGSNFPDTVTTVQSALSKISNIGVNGIPDATMEVKGIAMI 

ARlpl2 MS NNT YQHVS NE S KYVKFD PTG S NF PDTVTTVQS AL S K I S N I GVNG I PD ATMS VKG I AM I 

PP01pl2 MS NNT YQHVS NE S KYVKFD PVGS NF PDTVTTVQS ALS K I S NIG VNG I PDAS ME VKG I AM I 

RB6 9pl2 MSNNTYQHVSNESVYVEFDPTGSNFDSSITNVQAALASISAYGVKGVPDAS EAEKGVIQL 

************* . * * . * *..*.. * * **.*.***. * * . 

* • • ■ • - - * • • • * . « 

T2pl2 ATEQEVIDGTNNTKAVTPATLATRLSYPNATEAVYGLTRYSTDDEAIAGVNNESSITPAK 

K3pl2 ATEQEVIDGTNNTKAVTPATLATRLSYPNATETVYGLTRYSTNDEAIAGVNNESSITPAK 

T4pl2 PTEQEVIDGTNNTKAVTPATLATRLSYPNATETVYGLTRYSTNDEAIAGVNNESSITPAK 

RB3 2 -3 3pl2 ASEQEVLDGTNNSKIVTPATLATRLLYPNATETKYGLTRYSTNEETLEGSDNNSS ITPQK 

ARlpl2 ASEQEVLDGTNNSKIVTPATLATRLLYPNATETKYGLTRYSTNEETLEGSDNNSS ITPQK 

P?01pl2 AS E Q E VLD GTNNS K I VT P ATL AT R L L Y P NAT E T K YGL TP. Y S TN2 E T L EG SDNNS S I T P Q K 

RB6 9pl2 ATEQEVLDGFNSTKAVTPATLNARLQYPNASETQYGVTKYATQEEAIAGTLDTVSITPLK 

.**★*.** * . * ****** . * * **★*.*. **.*.*.*..*.. * . . * * * * * 



T2pl2 FTVALNNVFETRVSTES SNGVI KI S S LPQALAGADDTTAMTPLKTQQLAVKL I AQI APSK 

K3pl2 FTVAL.NNAFETRVSTESSNGVIKISSLPQALA.GADDTTAMTPLKTQQLAIKLIAQIAPSE 

T4pl2 FTVALNNAFETRVSTESSNGVIKISSLPQALAGADDTTAMTPLKTQQLAIKLIAQIAPSE 

RB3 2-33pI2 LKYHTDD VFQNRYS S ES SNG VI KI S S TP AALAJ3VDDTTAMTPLKTQKLAIKL I SQ I APSE 

ARlpl2 LKYHTDD VFQNRYS SESSNGVIKISSTPAALA.GVDDTTAMTPLKTQKLAIKLISQI APSE 

PP01pl2 LKYHTDD VFQNRYS S ES SNGVI KI S S TP AALAGVDDTTAMTPLKTQKLAI KL I SQ I APS E 

RB6 9pl2 LNQTIDNTFSTRYSTETTNGVIKIATQTAALAGSDDTTAMTPLKTQQLAIKLISQIAPNN 

* * *.*..******.. * * * * ************.**.***.**** 

T2pl2 N AAT E S E QG V I Q L AT VAQ AR.QGT L R. E G YA ISP Y TFMNS TAT E E Y KG V I KLGTQ S E VNS NN 

K3pl2 TTATESDQGWQLATVAQVRQGTLREGYAISPYTFMNSSATEEYKGVIKLGTQSEVNSNN 

T4pl2 TTATESDQGWQLATVAQVRQGTLREG YAI S P YTFMNS S STEE YKGVI KLGTQSEVNSNN 

RB3 2 -3 3pl2 DTA.S E SVRGWQLSTVAQTRQGTLREG YAI SP YTFMNS VATQE YKGVI RLGTQSE INSNL 

ARlp 1 2 DTAS ES VRGWQLSTVAQTRQGTLREGYAI S P YTFMNS VATQE YKGVI RLGTQS E INSNL 

PP01pl2 DTAS ESVRGVVQLSTVAQTRQGTLREGYAISP YTFMNS VATQE YKG VI RLGTQSE INSNL 

RB6 9pl2 DPASES I TGWRLATVAQTRQGTLREG YAI SP YTFMNS VATQE YKG VI RLGTQAE INSNL 

* . * * **..*.*★** ******************* .*.******.****.*.*** 
«• . » » . « * . . . 

T2pl2 ASVAVTGATLNGRGSTTSMRGWKLTTTA.GSQSGGDASSALAWNADVIHQRGGQTINGTL 

K3pl2 ASVAVTGATLNGRGSTTSMRGWRLTTTAGSQSGGDASSALAWNADVIHQRGGQTINGTL 

T4pl2 AS VAVTGATLNGRGSTTSMRG VVKLTTTAGS QSGGDAS S ALAWNAD VI QQRGGQ 1 1 YGTL 

RB32-33pl2 GD VAVTGETLNGRGAT S S MRG WKLTTQ AG I APEGDGS GALAWNAD VI NTRGGQT INGS L 

A_Rlpl2 GD VAVTGGTLNGPvGATG S MRG WKLTTQ AC I AP EGD S S GALAWNAD V I NTRGGQT I NGS L 

PP01pl2 GDVAVTGETLNGRGATGSMRGWKLTTQAGIAPEGDSSGALAWNADVINTRGGQTINGSL 

RB6 9pl2 GDVAVTGETLNGRGATGS MRG WKLTTQ AGVAP EGD SSGALAWN AD VI NTRGGQT I NGS L 

***** ******.* ******.*** ** ** * *********. **** * *.* 

* • • • • * • « • 

T2pl2 RINNTLTIASGG^IITGTVNMTGGYIQGKRVVTQNSIDRTIPVG.AIMMWAADSLPSDAWR 

K3pl2 R I NNTLT IAS GG AN I TGTVNMTGG Y I QGKR WTQNE I D RT I P VG A I MMWAAJD S L P S D AWR 

T4pl2 R I EDT FT I ANGGAN I TGTVRMTGG Y I QGNR I VTQNE I DRT I P VGAI MMWAAD 5 L P S DAWR 

RB32-3 3pl2 NLD HLTANGIWSRGGMWKNG DQPVATERYASERVPVGTIMMFAGDS A? -PGWI 

ARlpl2 NLD HLTANGIWSRGGMWKNG DQPVATERYASERVPVGTIMMFAGDSAP - PGWI 

PP01pl2 NLD HLTANGIWSRGGMWKNG DQPVATERYASERVPVGTIMMFAGDS AP- PGWI 

RB69pl2 NLD HLTANGIWSRGGMWKNG DQPVATERYASERVPVGTIQMFA.GDS AP - PGWV 
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Fig. 7B 



T2pl2 
K3pl2 
T4pl2 

RB32-33pl2 
ARlpl2 
PP01pl2 
RB59pl2 



FCHGGTVSASDCPLYASRIGTRYGGTSSNPGLPDMRGLFVRGSGRGSHLTNPNVNGNDQF 
FCHGGTVSASDCPLYASRIGTRYGGSSSNPGLPDMRGLFVRGSGRGSHLTNPNVNGNDQF 
FCHGGTVSASDCPLYASRIGTRYGGNPSNPGLPDMRGLFVRGSGRGSHLTNP^^VNGNDQF 
MCHGGTVSGDQYPDYRNTVGARrGGDWNNPGIPDMRGLFVRGAGTGGHILNQ- -RGQDGY 
MCHGGTVSGDQYPD YRNTVGTRF GGDWNNPGI PDMRGLFVRGAGTGGHILNQ - - RGQDGY 
MCHGGTVSGDQYPDYRNTVGTRFGGDWNNPGIPDMRGLFVRGAGTGXHILNQ- - RGQDGY 
LCHGGT I SGDQFPD YRNVVGTRFGGDWNNPGI PDMRGLFVRGAGTGSHILNN - -RGQDGY 



***** 
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*** . ********** 



T2pl2 
K3pl2 
T4pl2 

R332-33D12 
ARlpl2 
PP01pl2 
RB6 9pl2 



GKPRLGVGCTGGYVGEVQKQQMSYHKHAGGFGEY DDSGAFGNTRRSNFVGTRKGLDW 

GKPRLGVGCTGGYVGEVQKQQMSYHKHAGGFGEW DDSGAFGNTRRSNFVGTRKGLDW 

G KP RLGVGCTGG YVGE VQ I QQMS YHKHAGG FGEH DDLGAFGNTRRSNFVGTRKGLDW 

G KD RLG VGC D GMKVGG VQ AQQM S YH KHAGG v?G E Y - - Q RH E AP r'GAS VYQG Y LGTR KY SDw 
GKD RLGVGCDGMHVGGVQAQQMS YHKKAGGWGE Y - - NRS EGP FGAS VYQG YLGTRKYSD W 
GKDRLGVGCDGMHVGGVQ AQQ I S YHKHAG AWGENGNNRG Y AP FGAS NGS G YLGNGRS AD W 
GKDRLGVGCDGMHVGGVQAQQMS YHKHAGGWGEF - - QRHE AP FGAS VYQG YLGTRKYSDW 



** ****** 



** ** **.******* 
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* * 
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T2pl2 
K3pl2 
T4pl2 

RB32-33pl2 
ARID 12 
PP01pl2 
RB69pl2 



DNRSYFTNDGYEIDPASQRNSRYTLNRPELIGNETRPWNISLNYIIKVKE 
DNRSYFTNDGYEIDPASQRNSRYTLNRPELIGNETRPWNISLNYIIKVKE 
DNRSYFTNDGYEIDPESQRNSKYTLNRPELIGNETRPWNISLNYIIKVKE 
DNAS YFTNDGFELG - - GPRDALGTLNREGLIGYETRPWNI SLNYI I KIHY 
DNAS YFTNDGFELG - - GPRDALGTLNREGL IGYETRP WNI S LNY 1 1 KIHY 
DNKLFFTNDGFEMG--GPRDSFGTLNREGLIGYETRPWNISLNYIIKIKY 
DNAS YFTNDGFELG - - GHRDATGTLNREGL IGYETRP WNI S LNYI I KVHY 



* * 
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